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REMARKS 

Claims 1, 4, 5 and 23-25 are under examination. New claims 23-25 are drawn to 
preferred embodiments of the invention as claimed in claim 5. No new matter has been 
added. Reconsideration is requested. 

Claims 1 and 4 stand rejected under 35 USC §112, first paragraph, as containing 
subject matter that was not described in the specification in such a way as to reasonably 
convey to one skilled in the art that the inventors had possession of the claimed invention at 
the time the application was filed. It continues to be the Examiner's position that only SEQ 
ID NO: I and sequences that encode an identical protein product meet the written description 
requirement. This rejection is respectfully traversed. 

Applicants respectfully submit that claim 1 and claim 4, dependent therefrom, clearly 
meet the written description requirement. The scope of the amended claim includes only 
those nucleic acid sequences that are 98 or 99% identical to SEQ ID NO: 1, or are 
complementary thereto, or encode an identical polypeptide product. It is respectfully 
submitted that the number of such sequences is finite, and that the description provided in the 
specification is sufficient that the included subject matter will be known to those of skill in 
the art. The Examiner has argued that nucleic acids encoding human and zebrafish Hepp 
proteins have significantly less than 98% identity to SEQ ID NO: 1, and that therefore reliable 
information is not available about the structure of any gene within the genus. It is respectfiiUy 
submitted that the fact that these related nucleic acids, while having similar structure and 
function, have less identical sequences, does not support the Examiner's contention, but 
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provides further evidence in favor of Applicants' position that a nucleic acid that is 98 or 99% 
identical will have similar structure and function. Reconsideration and withdrawal of the 
rejection are respectfully requested. 

Claims 1 and 4 also stand rejected under 35 USC §1 12, first paragraph, as containing 
subject matter that is not enabled. It is the Examiner's view that the claims are overly broad, 
and that only SEQ ID NO: 1 and sequences that encode an identical protein product are 
enabled. This rejection is respectfiiUy traversed. 

It is respectfiiUy submitted that the number of such sequences is finite, and that they 
can be made and used without undue experimentation by persons of skill in the art. As 
detailed above, such sequences would be expected by persons of skill in the art to have 
similar structure and function to SEQ ID NO: 1, as the related human and zebrafish sequences 
have less identity than that which is presently claimed. Reconsideration and withdrawal of 
the rejection are respectfully requested. 

Claims 1, 4 and 5 have been rejected under 35 USC § 102(b) as being anticipated by 
Isomura. It is the Examiner's position that Isomura teaches a nucleic acid that is 
complementary to nucleotides 2058-2082 of SEQ ID NO: 1 . This rejection is traversed for 
the following reasons. 

Sequence AP000070 by Isomura is a 100 kb long Homo sapiens genomic DNA 
sequence from chromosome 8pl 1.2. The examiner has found that a 25 bp long nucleotide 
sequence (nucleotides 66558 to 66534) fi-om Isomura's sequence AP000070 is 
complementary to nucleotides 2058-2082 of SEQ ID NO: 1 which represents mouse Hepp 
cDNA. 
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It is the Examiner's position that "[t]he claims can be interpreted to encompass 

fragments of DNA that are complementary to a portion of the nucleic acid set forth in SEQ ID 

NO: 1 Applicants respectfully disagree. It is noted that the presently pending claims do not 

include fragments of SEQ ID N0:1, but only full length sequences that are at least 98% 

identical. Persons of skill in the art appreciate that a "complementary sequence" is one that is 

complementary to an entire sequence, and not merely a portion thereof. Further, the 

specification states, at page 4, paragraph 12: 

"The terms "complementary" or "complement thereof, as used herein, refer to 
sequences of polynucleotides which are capable of forming Watson & Crick base 
pairing with another specified polynucleotide throughout the entirety of the 
complementary region." (emphasis added) 

Accordingly, the fact that a portion of Isomura's sequence may be complementary to a portion 

of the claimed sequence does not render the reference anticipatory. On this basis alone, 

reconsideration and withdrawal of the rejection are respectfully requested. 

Furthermore, tiie results of the sequence search appended are poorly labeled, and it is 
difficult to ascertain what the query sequence was, what search engine was used, and what 
nucleic acid database was searched. It appears that the sequence for mouse Hepp cDNA was 
run against a human genomic DNA database. 

With respect to this comparison. Applicants respectfully submit the following: 

• Nucleic acid complementarity based on a stretch of 25 nucleotides and a score of 25 is 
meaningless in genetics. 

• Nucleotides 2058-2082 from mouse Hepp cDNA represent part of the NON-CODING 
3'UTR region, and contain part of the polyadenylation signal and poly-A sequence which 
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is present in almost all of the 40.000 or so genes known or predicted to exist in 
mammalian genomes . 

• The comparison of mouse Hepp cDNA with the human genomic DNA in this case is not 
meaningful because the mouse and human Hepp cDNAs differ in the 3'UTR region 
including the polyadenylation signal that precedes the poly-A sequence (please see the 
sequence comparison below). 

• Isomura's genomic DNA sequence originates from human chromosome 8, whereas 
human Hepp gene maps to chromosome 14 (please see UniGene Cluster Hs.34045). 
Furthermore, Isomura's sequence has no inferred or experimentally deduced hypothetical 
or other function, and does not have ANY similarity to mouse or human Hepp mRNA, 
cDNA or gene. 
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CCCCGCGTCGGTCTTCCACCTCACCTTTCGAGCTGGCCGCCGCTTGCTGTGCGCAGTTTC 




CCGCTCGGTCCTCATgGCCAACACAGTCCGGCAGATCCAtSGAGGA^TGAgCAGGATGG 

ccgctcIgtcctcatmgccaacacggtccggcagatccaaIgagga'gatgaScaggatgg 
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ttgagttttayatgtttttgggcafttattttgtcttaagatatattttttaaacttttt 
ttSagttttaSatgttttHgggcagtattttgtcttaagatatattttttaaacttttt 
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TAC^^^^B^TTAGATTTTTTTCAGCTATTTTCTTAAAAGTATATTTTTTCTA 

taccttatctctttagattttttHcagctattttcttaaaagtatattttttct 



House 
Human 




Mouse 1774 



cgttataa^gtta 



R. JURECIC etaL 
Application No. 10/076,069 



Human 1805 ^^T^A^A^iQ^aQ. -QcQaIQIQaQJcSt^CCC 



Mouse 1833 ^^^^^^^^^^^^^^^^^^^^ 
Human 1857 -TT-HS-T- .V-V^ 



House 1893 
Human 1896 

House 1953 
Human 1938 




Mouse 2005 ^AlJA^^fe: Qg^^C^^^^^C^ 

Human 1995 



TGTAAACCTCACTTTATTAAAA 



ATGTAAACCTCACTTTATTAAAAA^TTA 



Mouse 2055 M9^!ifU^^^Meh\33^33333Mt%3tWf^ 
Human 2055 U4^M^^33.WMMM3333.%3.y^^ 



For all of the above reasons, it is respectfully submitted that claims 1, 4 and 5 are not 
anticipated by Isomura. Reconsideration and withdrawal of the rejection are respectfully 
requested. 

All objections and rejections having been addressed, it is respectfiiUy submitted that 
this application is in condition for allowance, and Notice to that effect is respectfully 
requested. If any issues remain in the application that might be resolved by a telephone 
discussion, the Examiner is invited to contact the undersigned. 

Respectfully submitted, 



Date: January 7, 2004 



A , U^^^l^t^^^ 
Ann S. Hobbs 
Registration No. 36,830 
Venable 
P.O. Box 34385 
Washington, D.C. 20043-9998 
Telephone: (202)344-4000 
Telefax: (202)344-8300 
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